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£ sfl^l-n-^^ 3^ U A cDNA sfl^l^ e^- ^ *1 

$1^ JL^-^M ol^ cDNA ^3* *fl^Rr 5l^7> o^Cf. HLth ^ 

cDNA ^ °l-g-*M sfl^l^ ^1^^ ^ ESsfo^ JfM 

\+ S3f7> Sflcf. A o V 7HH ajjatjg cDNA sfl^l^ -fr^V 
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sM-f}-^;*}^ ^ ^ 7l^^-^-§- c DNA ^{cDNA chip for screening specific genes 
and analyzing their function in swine} 

<i> .s. «vtg^ sfl^ o.^^ ^ab ^ 7 j^«.A}_g. cDNA ^^1 ^-tr SH} ^Ml^Ml^, 

oll-Br A o V H^^-^- ^^-^ 9X^r ^71 S^ofl^ ^r^tlr 44347^ ESTs* ifr^-^ i£ti 7 } 

Jl^o^ ol- cDNA Sfl^^-^7>^ ^ * 71^-^ ZLEU 5flxl^ f^ 7 fl^ofl 

<2> 4-^14^ oj^^o} J7«.7l-7V^£] %>#-4 ^sj-^ SH^ollAi, Aj-S.S»|- ^S.^ 

7fl^ %^<*\ °}^^ ^ H^S, ^7Rr 5fl^^ 

^ofl jlo] *-^7}-l 3^51 oil- ol-g-^o} DNA ^-g- afl^ ti> oitK ols^V ^-o] 

^7>1- oj-g-^M ^g^-g; Sll^m M.^H-2l-*>Jl OH- i^to^M) <&^7\B] JL™- 

7>7>^11- %%?>\7] $\n*\±=, 5fl^l-a-^7>ol 71^ ^ ^Tflo] ^0^. 

<3> ^ sflxl^-^7>Sl ^^t^ofl ^S-ig n>s. ^-^^ 

#t}-. sfl^sl -fr^T^S ^ ^S.^H(PiGMaP Project)^ -8-^<Hl^ Al^s]^ ^fl i 8 ^ 
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3 -frU^^ v)^, 77fl <£^±7} %M Z}JL SX^. 31*13 

711^" 4^3" -B-^^7> ^ 1,800711^ hI-tHI- ^Ji^M sfl^o] o^^l^ 

-H Archibald, 1994; Marklund ^ , 1996; Rohrer 1996). #33 -rr?I*r*l^^ 

600^7^ -f^^IE* ^^tf. o}5j 7 flo} 4r*I*r^(QTL, quantitative trait 

locO^r ^iL-R-*i*r3 3*1* ^-WcMH S£tr sfl*HH ^-2L ^l^^r 

^iL-H-^r* ^#^4. ^ 3? f^lW #3tr -fr*i*Hr 3^*11 3, 4, 5, 6, 7, 8, 13, 14 
°fl ^7fl<5}jl, ^^sf -fr*i*Hr <£^*fl 2, 3, 4, 6, 7, 12, 15^1 9}SLv\ , 

^3 -Fr^Rr 3^*11 4, 6, 7, 8ol] ^7flsfjl tj-. <g*K^ ^o-^^> f esr4 PRLR, 

rfltr -Fr^*r FUT1, SLA, NRAMP, ZLeJJL S^-R-^*r KIT4 MSHRS. t^S^. 

*]2HH2] 3^tfl ^oj.^ 7>7^]# o].g-^ 4 «i <£^H ^tt ^1« 0 > 4^1^ 
^ 20%!- li^Rr QTL -R-*i*r» ^ v #*}^i=r. QTL-cr 13*1 <*^*IH 

*1 t^^^l ^ojoj 7~i2%» ^ ^ Jl 5514. ^iL-H-^^> gr^-jr PRT1 

*r^r >«*1*11^4 <£^&fe ^ H-^^ZL, o] -%-#x}7\ 13«i <*^*ll ir°cMl 

3^5L ^-ofl sfl*13 MHC^ -fr*i*Rr 7«i <9^*f| ^ 0 H1 ^^l*rcf. 
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MHC ^ DNA IHJ^H ^*fl ®^&3L ^le^l^ sfl^l^ J2*H 

^6)1 ^sfrfe QTL 2Hfl7> 7*1 ^^^oflAi ^sj&i}. ^H*fl^<J] QTL ^Hflfe TNFA 

4 S0102^1 7>7>^ ^ofl ^flS}^ ^ o.s. ^^[cf. ^sj-jg. -I- nfl 

tr 7fl£] £ ^1« 0 > QTL ^7> o] *|^6fl ^fls}^ 7jo S qj^cf. HL 6«i 

^aH^ QTL^5]7} iL:n. eHgJL^ (hyperthermia)* -fr^>^ RYR1 -R-^ 

*>ofl <j]«fl o>7lEl^ jL3f^ % 6.3. HolJl ^r£r RYR1 ^3*1*1 

-fr^m^fS <S^°1 5^ ^0.3 iL^]r4. 3 *1, 6^, 8«i, 14*1, <* 4| *(| <HH S- o}<2} o. 
^>?r J±Jl€ w> ^7>^ 0.3. Gerbens^ Tepas^ M.jl<^ trfeig ^#vfl£| ^w 0 >^> 

- o. o)* }7} <&t%^<% 01^ 3 c. s ^.ji^rf. Leptin CCK^r 

CCKAR1- StKr ^li-R-^*}*^ ^l£7> a^^M ^^j^, h]^ ^ ^^o] 51 

<5> 3-^^-4 #Sfl*KPSE)fe 6«1 <*^*IH SJtt RYRl^l £]*fl <>>7l3 

^ 53^.3 iLJL 5H#4. °1 s^H^ sIMoiH -R-sfltr F2 ^ icHM #5fl^l (PSE)^f # 

3^31 ^4 ^ Si^SU^ RN-fr^Hj tfltr ^^Jl $44. RNtt^ 

7>Tr ^fl 15«i <*^KMH ^S\o] %JL <$2±o) K x]0]*}^r A\o]6\) ^fl^t}- . oflc^S}- ZL 

3 ^Sti tc|-3^ F2 191*} 23471]^ <ll*r* °l-8-*M ^-^H ^ 7K V 

QTL ^# ^S}^. ^^(PH, , ^ QTL^7> 2*1, 12«1 
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<Xs*x\]6\] 53 0.5L $4. Si ^V^ = ^ H9] §^tf #<=f*V ^ 

^(firm score)7> 4«1 , 7*1 ^^^Sf <2^oj oi^ ^o.^. j^^cf. ^-^^^1:^1 ^ 
7 ].^o] o^^o] 7 «i ^Afl^o]] ol^ O-S. iLJIS) HL*1 ^-8-^ ^ 3^ ^^^1^ 

51^ ^.ZL^^cf. ^ (malic) £.±.2] ^^-^ &&°] Sl^ ^ JLi^ 7«i 

<3^H SLA^ 4^1^ 31^ ?A°-^ a^V SLA *1«H 

^sfl^l^ ^-cg^ <^^ol oi^ Androstenone 21^ ^§2}- ^€ ^J3- QTL 3)-^7> I^^aI 
A. e^r^Hl Ti± -fr-^* 7}£elH HABP -£-^7}-^ *l H o v 4 <£^o] oi^ 

7}t^ «fl^«fl ^°fl t)Rl QTL ^l^o]rf. Wilkie ^ 

5U£f. Rathje f-s] jy.j7.ofl icfs^ 8 «] ^^^ofl wfl^o] ^-^^ QTL 2^7} l^sq^ 
^l 1 ?! Wilkie^- -S-fi <£^*H1 aM^l ^srRr QTL*f| ^ iLJL^r 

7} 9] *}o] 7 } oiojcf. H^-i^ Milan-§-^ ^tH) <i>*r^r l^S ^M?]^ QTL^# 

Rathje^ u^l-xl 8<£ <g^H;Ui ^s^tf . 8 «j <gAj^jcq cfyfl^jzf qtl 

^HH^ ^-^1 a>^o1^ ol^ ^<$o} Booroola -^r^r^KSL * 1 <*H] fty) ^o) 

4. Short ^-^1 ^^^H °1 JfrTj^o]?} AV^^ S32}-7> 5U^r 53 oj- 

4, 6, 7, 13, 15«i ^^^l^°fl^5L 
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QTL^r^ol ^ti-^^-S 91^. -B-^^ #*K^ cfl^l ^7} $1 

0.42^- ^7>* iojji nD^S-oflA^ 1.15^ ^7>» Ji*]^. ^ is) 2^^) ^^Hl 

<^}^ = ^-M ^7> ^7>^<2f -ft-S^ <3^°1 ol^ ^o. S ^^Cf. 

<7> ^l^i, ^ ^^"^^Ml Sl^*] ^4*}*} ^3 *11Hd Sfe ^ 

^^-§-°fl ^°<^Rir QTL5] lM-£r ^l*V^oluf. ^s|*V QTL°1 <U*f ^^9X^, 

^51^-. sfl^l^ 6«1 <3*W1 5U^r ^ 7fl^ <£5Ki-*I*> FUT13]- FUT2S1 ^*l^r f^^. 
Vgeli^ ^JL^*}-!:^ e^sM^, ^£Lsflol^, ^^a>, sfl^s-ofl^ ECF18R 

°1 £1 ffti^i ^^F18 ^ MAS* SRV -B-^-t!- X*lt!*}7} € ^^1^. 

el] y^^H SLA 4^*11 ^ M-^^-E^CTrichinella spiralis)^ tfl^ 

<M ^-a^^l cfltb *1*<H34 ^^ol oi^ H-^^l NARAMPl-B-^i^l-^ sfl^l^l 15«i <g 

Afl^ofl ^fl^Kr ^ojg. «|^^uf. HflxloflA^ u> 5U>r -fi-^VS- 

£ 7l^c^ #rf. 

-B-^a> ^ ^ ^ ^ mRNA ^^1^ -ft*!*} ^ 
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-^^tr 7>xljL ^^cf. °lei*r i&^M- iL^M cDNA *r°li3.S- 

<^eflol^- ^ ^l7l#ol 7fl^^4. cDNA n>ola^Eilol^ s$^6\]x] o.^} 

$a<H 7H> ^cfol eIji oicf. o) 7]#^ -ff#3 (polymorphism) ^EL?1 

-fHi*(| DNA ^ ^ °>M^ -^-^7>1:^ ^a] ^Hg^ cfl^o] o. ^ ^ 

f^Al -g-^Kr rna t^S ^ 7} ^91 ^o]c}, o-|ei^ o>o] 3.3.0^ efl DNA 

^l^HM ^r-g-^-Tr y o v ^^-S.^, -fr^*} ^^r ^#-g- ^Tf-M.S.El.Elofl rtj-e|- c DNA(200-500 bp) ^ 
34 ^ J!Tf!-3REl JE.(15-100 bp) ^ 4w 4 1 $14. £tr, ^l^-^ofl 44 ^4°l3.S<>| 
efloiq- oj^^j = 3 S jjL ^ avs^l *H3" °l-§-tr #44 ^-^-S. 4^ ^ 



01 

A*. 



4. cDNA ^ ncflS. 4^ Hefl^COpen Reading Frames) ESKExpression 



Sequence Tags)4 # ^ 7 )a^^- ^ojcofl «-3j-A] ^ ^-^^-g- ^°-*V *fl^ -R-*i4-& 

<io> 444, -a ^v^o] sl*^ sfl^o^ ^o. ^ 4^ S4°fl4 ^-ol^o. S 

45"* 3 #44 ^ «fl °1#4 ^3 o.^ ^^g. ^ 01^ Eli;} JI444 5^ cDNA ^ -§; 
afl^SH 5fl4-r>344 ^4 * 4^4 ^n> 0}^ £fl*)o} ^. 7 fllH| J17> ^tf. 



<ii> -a 4^- -=-4^ sfl44 ;g*l]^4 &4-n-3l4^4 ^ all 



4^.4 ^Cf. 

<12> f £ tf-E ^4^: 4"7H4 *fl^ cDNA 4 -§"44 5]]^ J2j t -fj- 
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<13> J± ^- 7 ] 42.3 o_ £S£ DNA1- ^S*>7l £| Sfl^ 7.}^ 2*HH ^ 

RNA* ^#*>J1 °lS^-E) cDNA» ^lS^-Jl, ol# 44347fl£] ESTsl- ^7l^<i^- 
Eitiflol^oflAi ^ ^^^Vjl PCRlr -f-*fl #7l ESTsl- ^ ^l^Kn. DNA ^ ^ efl 

°ll- °l-§-*>^ 3007fl^ i£ tflS^ ^S}o]£L ^} JLz\-(^^)a)^ DNA ^flStl: 

Sfl^l^ ^ ^ S*HH -H"^7>^ oJ- 7 } 7> 

DNA* #7l HS« DNASf ^sH^ °1» ^7fl^*>^l ol^^ s}o^ «.^*v ^ ^ *1 

a o V 2*H1a4 ^-ols}^ -B-^l^ 2:^0.5.^1 Tg-^cg^ 

<14> ol^K ^-^^ ^l^o.^. ^^W. 

<is> e ^ 3. ESTs^ SJ-ji ^ ^7l^<g ^ji ^<?1^7fl; 4V7I 

ESTsl- PCR-& -f-^fl ^ ^ -g-&)^*)l#7fl; DNA ^ <H3l°ll- °1 -g-*}<*| ^ofl >£ 7 | ESTs 

# JL^M^ DNA afla^fe #7fl; sfl^ ^ y o v 2*HH % RNA°fl 

°1 ^^"^ S3 DNA(ESTs)^- A o v 7l H^ii DNA^I €^2}-, ^ 0]^^ 3)-^ -g-^3;7]l; ^, 

sfl^l^ e^- ^ *1 « v 2*HH ^-o]^ 0.5. i£^5^ -B-^i^ ^ 2A|- #7flS ^ 

<ie> ^ sfl^j o.^^ ^Afl ^ 71^-^^j-g- cDNA ^ ^}7lal ^lS^cf: 

<i7> 5-^-3]- ^o)]Ai -g-e)*! # RNAS--T-Ei cDNA# ^l^-jn., 

<is> ol^ 44347fl^ ESTsl- #^^*H ^Hl^ cfl o] Hfl o] +d\]x) *m ^ ^^ji, 
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<1Q> PCR# #7) ESTsl- * £3 

<20> DNA ^ °l-8-«H 44347fl ^| ESTs* ^BH:E. -i^HJSH DNA ^ *fl 

<2i> a. ^ ^Afl ^ 71^^ -g- cDNA X*l -fV^*}^ cDNA it^r RNA^ # 

<22> £ ^ SJM-fr^r^l ^ ^ 71^^-^^- cDNA ^ DNA ^>o]a^<>|ellol >y-ofl ji^S)^- 

ES« DNA^ sfl^l^l ^ *1« 0 V ^^HH ^tr 4434711^1 ESTs* itrtbi- ^ W 

<23> ^j-71 7l^^r 31 °1 *j , -fr^ , #^1 T'l'li^l °] J=. , ^tUll<?], #21^31 S^r #5l^ 

ell 1 ^ ^r-Sr Ji^-71- ^#o] oj-Hj- 21^1-4. ^ DNA P>oi3. S c>ielloi^ s.a o v^ dna p}o1h^c>1 

3j y o V ^ , ^13.3- 3]^, ^ uj-^^- A>-g-§ ^ $1-°°}, M. i^a. «^-8: A > 

<24> ig-tg sfl^ o.^^o) ^Afl ^ 71^-^^^- cDNA ^ DNA *h°la.^<>l ^Hl iL^S^ 

ES« DNAS-^-B^ 4- a^l-^^7f^-^ 1-W ^Hl 

91 All old-alpha dynein heavy chain), 19 RDa-*?!^ ^SfJ H3.3l°J 3(19 

kDa-interacting protein 3-like), ^(Actin) , ^fl ^2}- KActin alpha 1), ^ 
2(Actin gamma 2), A2(Annexin A2), o^a] V(Annexin V), o>^a] H(Annexin H ) , wfl 

El~nl_$_Al ^jo] m RNA(Beta-myosin heavy chain mRNA) , ^} ^B]^^-o]^ 

L2(Calpain large polypeptide L2) , #2}31(Col lagen) , #^3] "g^r KCollagen alpha 1), # 
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5^3! 2(Collagen alpha 2), #^^31 VCCollagen alpha V), 2:43 ^^3. ^1 

5(Discs, large(Drosophila) homolog 5), 4^-3.^1)^1 (Fibronect in), *H4?1: 5. 
S.^]Sl^^: 2(Heparan sulfate proteoglycan 2), &K! A/C(Lamin A/C), n] o_ a] (Myosin) , n] 
o.Al sflw] ^o] (Myosin heavy chain), *1 .2.^-1-2}-^ ^ 4(Myotubular in related 

protein 4), HS#^^]-Hl-^l(Procol lagen-prol ine) , ^l^ 1 ^ (Secreted protein 

acidic), B5.5E*1 .2-^1 (Tropomyosin) , HSi^l^Al <£jz)- ^^(Tropomyosin alpha chain), B 
(XTroponin C) , aflBf ^(Tubulin beta chain) ^ wl^^(Vimentin)^- i^Mg- 

-§- tt4. 

a. ^ 5fl*l-fr*U}4 ^aj) ^ cDNA ^4 DNA nMH3.<H ^cHl -H^^r 

5£u DNAS-?-e^ *r S*l-ft-#*>^8r iM-sW^ll A(Aldolase A), 

7>Jiii|Mm ^M^^ 0 }^ (Carbonate dehydratase), A> 6 lS.3-f- C(Cytochrome C), a>o]s.3 
1- C ^iL-R-^ I (Cytochrome c oxidase subunit I ), 4°l£3f C ^-Aj-cfo}^ 

(Cytochrome-c oxidase), H.^-£^.2i-l,6- ti ]i5E.i3|-Ef 0 l-^l(Fructose-l,6-bisphosphatase) , L- 

xjt}o)B.S.?\}^°}z\] M *fl£l(L- lactate dehydrogenase M chain), LIM 1 
(LIM domains 1 protein), NADH ^S r 0 l^S>fl4 0 ]-2fl(NADH dehydrogenase), NADH— R- W l ¥] -fe- 
^z\&^o}*\} ^o] i((NADH-ubi qui none oxidoreductase chain 1), NADH4L, ^-4^^^ e}- 
°>^l(0ctanoyl transferase, COT), £±I^7]\1 li^^ 0 !"^ (Phosphoarginine 
phosphatase), 3E.i5E.-l--f-.3-fr 4 o}*fl °li-g- 2 mRNA(Phosphoglucomutase isoform 2 mRNA) , H 
^Eflo]-B|^Al 7li4o>^)](p ro tein-tyrosine kinase), sl^MMH 9] M-o>*fl (Pyruvate kinase), 
A >€-sl^(Sarcolipin), 5E.i4£r d r*)l b\-<£ lVA(Tyrosine phosphatase type IVA) , UDP 

t^3f2 4°l3.5£iili4 d r*lHUDP glucose pyrophosphorylase) , #3^31 SillW 
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b (Glycogen phosphorylase b) ^ t} 1 ^ ^- A >°l-E. ^-ff EH-afl (Superoxide dismutase)# S-^r^r 

<26> £ sfl;*l-fi-*I*r^ ^xfl ^ 7)^^^-g- cDNA ^ DNA n>olas<H^l°l A <H JL^tt 

HSi DNA.5L-T-E-| ^ safe s*]-fr#*r^£r -fr*!*} 3i €€€ 

# l ^(Elongation factor 1 alpha), H^H^ SjEl l <£4 KElongation factor 1 

alpha 1), <Hl^eM-*fl 3(Enolase 3), z)z\b)ie]}± DNA "Sb^B RPE-l(Repetitive DNA 

sequence element RPE-1), il^ll ict^^ (Reticulum protein), el^.Tr#efl^.HS.Eflo] ^sgi^. 

B(Ribonucleoprotein polypeptide B) , ^iLi^r (Ribosomal protein), e|iL^ ^r^^ 

L18a(Ribosomal protein L18a) , ^JiL# P0(Ribosomal protein P0), B^SEj RNA-Trp 

a1^1b]-o>^1 (Transfer RNA-Trp synthetase), Sl>M-7lHtl*r ei f KTranslat ion initiation factor 
eifl), LTM £1°J 1 ^iKLIM domains 1 protein) ^ #3.5.3. B) q-a>a|) 30) 3.31 
(Tissue inhibitor of metal loproteinase 3)S ilr*r^§; ^^'AS. tr^f. 
<27> s^l-fi-*!*}^ 3 A]} ^ 7]^£-*}-g- cDNA ^ DNA ^olas^eflo] ^ofl fe 

DNA-sL-T-Ei ^ 5Ufe i^l-n-^i^>5-8r ^IJL^/il^r ^£^£1^} 

DNA(Complete mitochondrial DNA), c]s^-^el^r(Mitochondr ion) , S.^]-^ \i (Potassium 
channel) ^ 3.z)}o\i£ ^a} -fr€*KSimi lar to creatine kinase)* S^tht" 

<28> ^ 3^ 0.^0} ^xfl ^ DNA ^ DNA *>°1 3.3.^31°] A <H) -H*)"^ 

— DNAS.^-Ei 3#€ ^ 5^ S*1^7 r 5--£ ^EfloHl (Protease) ^ 

Aj^Eflo] i( C y S tein 1)* if-f-l: ^-^AS tr4. 
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<29> ^ ^ sfl^l $-#x}2) ^Afl 71^-^-^ -g- cDNA ^4 DNA * r 0 l3S.<H«!fl°l #41 -H^tt 

*fl?l( Inter leukin-2 receptor alpha chain), *j -^-a> 23(Kel-like protein 23) ^ MHC 

#sfl^ I SLA -R-^Sfl ^-rl (MHC class I SLA genomic region)!- StrD"§- t>i=f. 

<so> _a 5fl*l-fr3l*}4 ^ ^ cDNA ^4 DNA pMa.^ elH #6j] -H^}-^ 

DNAS-f-E-1 ^ 5lZ ^ S^-H-^i^^: ^#4 1 ^*1 5^1 7l 
*ti€ # I, II, III, IV ^ V4 ^71^^^. i^-^ tr4. 

<3i> M. ^-rg^. ^. 7 ] cDNA ^ > Cy5-dCTP SE^b Cy3-dCTP4 ^ Aj l RNA<>iH 

cDNA, *§^7H^1^ ^ ^^Ei^A]^^^ ^£ sM-B-^f 3^ ^ 71 
HI- 7fl^tr4. 

<32> a. ^ o.^^ ^Afl 71 ^^-g- cDNA ^-i- ol-g-*V ^-ol ^ ytsL^ 

*m sfl^i^ ^^^^-oi^-^4» °i-§-*m ##¥^°i ^€ 7fl^=oii oi-g.^ 

i!5L*) 5fl^£l ^ ^ *l£-^ 7fllMl A>-g-^ ^ olcf. 

<33> olsrV, £ ^^o] ^AH1§ ^ <£^x]u)r t ^go] ^S^^^7> ol 

1- ^MH^ tr^Sl^ °}^\^. 
<34> [^AHl] 

<35> -*]aH1 i : sfl^l -B-^>ol ^dj ^ cDNA ^4 ^ 
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£ ^ Sfl^l-B-^^ ^ ^ 7^-g-^-g- cDNA ^ ^^>7l ^*fl, 7>J1A1p> 

*}«J- ^ofl y-s^V # RNA# PCR-g- f-«fl 4434 7U^ ESTs* ^Jl °lt <g 

71^*1 # cHojEiHflol^oil^ £-4} * ^*}JL PCR» -f-sfl #7l ESTs# f^-tt * ^ 3*HS> 

3. DNA ^ ^eflojl- o].g-§>^ ^e^-o] = ^-ofl jl^I^ 5fl^l^-^7>^ ^Afl ^ cDNA 

^■8r II Jf, sfl^l ^ ^ ^ RNA1- £e|S}jL ^"71 cDNA °]-g- 



^afl l: g.^-tL DNA^l *\}2z ^ <H gJM 

-r-^, ^e}^l = #e(-^o11 ^-^}7) $n PCR^l ^*fl cDNA°J ESI DNA* *fl 

£4. 7>J7A]p> ^3^^(^l^o] 30 kg * 90 kg^l f-^^^s] e^r ^ ^1^2: 

*)°IH RNA ^ 7]H(^-^ ?|°>*1a»* A>-g-*H "UtTIHI 4^ * RNA» &el*>Jl oligo(dT) 
column^ mRNA* ^-e^VS^. ^-y] 6\)*\ ^e]^ mRNA SP6, T3 H^M 

°1, T7 H5^-Ol^(cg^. o^Af 2)-U>Alo> H>ol^. E fla)» ^-g^fc*) RT-PCR-g- ^Al^>Jl 

cDNA* ^§>^cf. PCR % Jfs]^ 100 ^3. *}53^. 100 pMS] E^^H^- 

HeH*l 96-€ PCR ^^4. ^ H^lfe 2.5 mM 

dNTP, 10>PCR rf|3J) , 25 mM MgCl 2 , 0.2 ^gSj DNA ^ , 2.5 -R-^ Taq ^V^]- 
Til *>^4. PCR^r GeneAmp PCR 5700(7flM-£]- AB o]^e)-o]h. wH^a]^ )ofl a) cf -§-£>) 

2£ SMM ^l^S^ : 94°C^H 30^, 58°C°flAl 45^, 72°C*\]*] l&o_g_ # 30 a>°1©. 

DNA^l 3.71^ o]-7|-5.^-s Q ^71<^^^]a-] PCR ^>1-1- 96-M #3H 

eoii^ 43^* ^ ^a]^ -20°C^l^ 7^>§>^cl-. 
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<40> -£7H>H ^ti]^ # 44347^ cDNA(ESTs)» 7}^]JL ^tt -f}-^ *><q 

7H1-§- ^*>J1, NCBI1- **fl ^>vfl^cf. 7>^1 -f}-^^ cfA] PCR 

f^fl 4^-, ^ 443471] ^ cDNA(ESTs)7> tifl^jEl- ^, # 

44347^ cDNA(ESTs)^ 30071] 2} cfli^t 1.7 cm 2 afl^^tf. n. ^, 3.^:2 

e] = II(w}°1.2.SJi^)-I- ol-§-$>ol CMT-GAPSTM <>}°li^el]<?](aminosi laneH 3^=1 ^nl^ 
-g- ^s}o]^^(^a} ^l^)ofl s S a DNA1- ^^*>^cf. o]-g-s}<*| P>ola5. 

— iKMicroGrid IDS £S« DNA1- ^B^tr. n ^ ^ n}o] 3.^3.3] o]h tfl 

1H1 #7] -g-^^r #eH^-#£r^°ll ^oi^^cf(i~2 nL). SSti DNAl- H^^*V ^ 

, ^£}o] c^- ^I^aI^jl, ^ 3 a] ?J DNASf #e]-°l^» ^BB^-E^TlTMM^- ^HErE^ o] 
-§-*H 90 mJ°lH UV-aSi^? 0 io.S ^a]7]ZL, ^^ofl^ 2^- 0.2% SDSS. ^ «} M]^} 

-2, ^^l^i 2-g- ^ 3*r #^Hr3- ^r«i A^l^t}. 43 ^, #h}^1=» 95°C ^2^1 2-g: 
Jg-oy %x]X\?)3L, <^Ml(blocking solution, pH7.45l o]^V<* <£^<2fl 300 mL°ll 1.0 g NaBH 4 » 
^-ol -g^nf ^ ^1^-1: 100 mL# £^tr ^7>^H 15£ ^K^rS^r. ^, # 

71 ^eH-^-» ^^r^Ai s.o> 0.2% SDSS. 3«i ^il^^Jl, ^^r^ll^ 2£- 3*} ^^fHrS 

<4i> a o v 7 ) 5)1^ ^ ^1«J" 2*HH DNA3.-f Ei ^ X^-fr^r^ 

<42> 1) AfliS] ^22} ol^ozf o.^^> ^ : 

<43> 1-^s)- i^vilo] ^ol(i-alpha dynein heavy chain), ^} 19 ItDa-^^ HS.^ 

3(19 kDa- inter acting protein 3-like), <^ (Act in) , KActin alpha 1), # 

^> 2(Actin gamma 2), o^a] A2(Annexin A2), oftfiA] v(Annexin V), o>\fl-tl IKAnnexin II), 
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HflBf-o]^Al sflal sflo] mRNACBeta-myosin heavy chain mRNA) , eM §-Bl^|EH =. 

L2(Calpain large polypeptide L2), #s}^l(Col lagen) , #sf^3l KCollagen alpha 1), # 

eM ^3)- 2(Col lagen alpha 2), <£2|- V(Col lagen alpha V), 

S3. 5(Discs, large(Drosophi la) homolog 5), 2] «.S.^]H(Fibronect in) , J= H. 

2(Heparan sulfate proteoglycan 2), e)- 1 ?! A/C(Lamin A/C) , (Myosin) , v] 

SL*\ ^(Myosin heavy chain), *1 -2.-^1-21-^ 4(Myotubular in related 

protein 4), = 3.#Bl-31-Hl-fl(Procol lagen-prol ine) , -$H§ ^ ^ (Secreted protein 
acidic), B£ln] _2_a1 (Tropomyosin) , BS5Enl£_A] <£s)- xfl ^(Tropomyosin alpha chain), M 
(XTroponin C) , ^-Irfl yflE} 31°] (Tubulin beta chain) ^ Hl^tKVimentin). 
2) -B-^i^: 

^Tl-ef6>^| A(Aldolase A), ^K^iHH x^%\o] j= e|-^o}^(Carbonate dehydratase), a><>1 
£3# C(Cytochrome C), 4°lI3f C ^a] tfo}-^! A^ti.^.^ I (Cytochrome c oxidase subunit 
I ), A>o]sai^- C ^>4°HHCytochrome-c oxidase), 6-«l 
(Fructose-l,6-bisphosphatase), L-^HB. ^^>ol^s.7fli4°>^ll M ^^(L- lactate 
dehydrogenase M chain), LIM 1 #^ll(LIM domains 1 protein), NADH t\ ?>\o} 

°M1(NADH dehydrogenase), NADH-fi-Hl^fe- ^aIje^d^o}^ sflo] i((NADH-ubi qui none 
oxidoreductase chain 1), NADH4L, ^-Br^^H^^^ (Octanoyl transferase, COT), li 

io>s.7l\d ^^^^MHPhosphoarginine phosphatase), Iiit^3^E]-o}^l 2 
mRNA(Phosphoglucomutase isoform 2 mRNA), ol-E^ ^a] 7] ufo]-^] (Protein-tyrosine 

kinase), s]^-aflolH 7] M-<>M1 (Pyruvate kinase), ^^.^^(Sarcol ipin) , Z)S.^ i^^Ej-o]-^ 
IVA(Tyrosine phosphatase type IVA), UDP z\ S- S. ^ g. ^ 3} WP glucose 
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pyrophosphorylase), #e|S31 i^itl Ej-o)-*]] b(Glycogen phosphorylase b) ^ tM-^H -E. 
Eii-n-E}-o|-;*|]( Super oxide dismutase). 
< 46 > 3 ) $-#7}/ ^^}^: 

<47> <£%-7))o}# ^ i ^(Elongation factor 1 alpha), ^f-7ti°l^ l <gs\. 

KElongation factor 1 alpha 1), ^l^er^^l 3(Enolase 3), E^E^ti DNA ^Ej^H. 
RPE-KRepetitive dna sequence element RPE-1), ^S.^\] ^J]^ (Reticulum protein), E)ji-^f# 
efl^H^Eflo] ^^3gBfo]c BCRibonucleoprotein polypeptide B) , e|Ji# (Ribosomal 
protein), 5lSL^ # y J}^] L18a(Ribosomal protein L18a) , P0(Ribosomal protein 

P0), S^fli^ RNA-Trp ^Ie^HI (Transfer RNA-Trp synthetase), 

eifKTranslation initiation factor eifl), LTM S.v\)9l 1 ^^(LIM domains 1 protein) ^ 
^11-S.HSE|i4o>^1 30] ^ x^Tt] (Tissue inhibitor of metal loproteinase 3). 
<48> 4) aUt^/jh^ ■fr&x}^: 

<49> nls^=E]o> DNA(Complete mitochondrial DNA), ^^(Mitochondrion) , 

^HW (Potassium channel) ^ ^lM^Ml -ff*} -rr^KSimi lar to creatine kinase). 

<50> 5) ^li^-<l 

<5i> HElloM (Protease), ^liE|o] KCystein 1). 

<52> 6 ) ^ 

<53> e] ^ E-] <£3}- ^ol ( Inter leukin-2 receptor alpha chain), ^ -R-^> ^«fl^ 

23(Kel-like protein 23) ^ MHC #Hfl^ I SLA -fr^l (MHC class I SLA genomic region). 
<54> 7) ^ -B-^^: 
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<55> ^#^*r I, II, III, IV ^ VS*1 1-5^1 7}^. 

<56> 8) 7]Ej-: 

<57> cDNA f 1 j 13323 f is, KIAA0182 protein, KIAA1096 protein,AC015998, AR078G0 1 i THYEGO IS , 

Cn26h08.xl, COI , DJ466P17. 1 . KLafor in) , Foocen-m, HWM012cA.l, Hypothetical protein, 
Hypothetical protein, Hypothetical protein, Hypothetical protein, Mandarina library, 
MARC 1PI, MARC 2PIG, MRl-AN0039-290800-004-a01 , NIH_MGC_4, NIH_MGC_65, NIH_MGC_77, 
NIH_MGC_77, Peripheral Blood Cell cDNA library, Putative, Reinhardtii CC-1690, Small 
intestine cDNA library, Thymosin beta-4 mRNA, Unknown, Unnamed protein product, 
Chromosome 14 DNA sequence, Integrin beta-1 subunit, Reinhardtii CC-1690. 



<58> ^ofl l: ^ cDNA °}-%-& ^^q]^^t]-9] ^ ¥.S.s\-<£ 

<59> ^X\6\] ld\}*] cDNA ^-1- 511^^ ^ ^ ^S^HH ^O)^ 

^£l^ Tr^*r^ SA>*>^cf. ^ am a] 30 kg ^ 90 kg^ 7}JL*W 

«lH.^^(Kagoshima BerkshireHH -§-'S- ! r-^( longissimus dorsi) e^rS^^- ^*f\*}<3.^. *1 
u o v 2^z\-8r ^ 30 kg^ 7>JlAln> tHa^#^l^ ^il^. e^-^f ^l y o V S^# 5~8 mm zJ°l3. 7f 

<eo> mm A}^\7) 7lH(&r°l^ nfl^^ofl ^ 0.2-1.0 g^ 

50-100 mg ^ 1 mL^I e^TM^ ^ A^ofl, ^ji nj-^j-ojrf . 4°C<Hl^ 12,000 g°-S. 10^- -g- 
°J: ^^tr ^ 1 ml/4 ^ (al iquot )^tf . 200 #5.5.^-g-§; 
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is}JL 15^ ^9} l^^j-jL 15-g- ^o\] ^ ^ 4°C^}^\ 12,000 gS. 10^- ^ 

&£\*\3X^. ^7}*}31 152: Ir^tr ^ 15^- <g&*\] ¥°r"53 

4. oji- 4°C<HH 12,000 gj£. 10£- ^£-e|tr ^ ^ £7} 31 500 /^^ 

-M 12,000 g 5L 5£- ^-l^-fr £-S^Kn ^7}o\] 75% ^ <Hm-i: 1 mL-§: 

tr ^ 4r^l^i 12,000 g 3. 5-g- ^-g-B^rSScf. Aj--ofl o. #^«fl#HH 30-g- ^ 

°> ^-B^H ^iSAlfJ tf-g- RNase7l- #o]u} DEPC -§- 20/z«S RNA# ^St^r. # DNA 

1- 40 #g/17 /rfS ^7l<^^ §wl*>^4. 

<6i> S ^ ^B^B= cDNA (standard first-strand cDNAHl ^ DNA# °i 

°icf. "gn, Schuler(1996)°^ i?HH 4^, * RNA 40 /ig4 dT-18mer He)-°H ( 

^BS^l eMH. E fl EtS^Df ^t^l-Jl 65*C<*IH 10^ 7><itr * 5^ 

# ^^\3X^-. 3. ^, 1 25 mM dATP, dGTP ^ dTTP , 1 1 mM dCTP(B^-*ll7> 

) % 2 /z«£j 1 mM ^l°Ki 3-dCTP 2 fd£] 1 mM ^0}^ 5-dCTP, 20 units^ RNase 

ololHS^l 2}o]^ 100 units^ M-MLV RTase, 2 10>€^S 

4- ^ 7 }i£ oj-g-^c*) ^^ r ^cf. ti>-§-*^# 38°C^^1 2X|# ^-0} olfftiflo]^ 

4s ^l^r* ^ #Bfl<q Tf#efl^El^l- *\)7]?>}<%r\. olnfl A|~g-*1 ^-o. DEPC ^ 

<62> ^H]^ ^)^tr ^2}ol = °fl ^2}- -§-<23](5>SSC, 0.2% SDS, 1 mg/mL DNA)°-S 

65°C<>1H 1*}?} ^^Sl-( P rehybridization)Al^r4. X|o>v} 3 ( Cy _ 3 )^. a]o>^ 

5(Cy-5)S S^l^l DNA^b 20 ^ €^5r -§-<^°-3. *fl^§ r Jl 95°C^^ 2£- 
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<63> ^2}- ^, ^eH^ 2>SSC, 0.1% SDS ^t OJ iAS. 5^- ^ ^H?l 

(Dancing shakerHH ^H^-tII ja^}^ 4«i ^^tf. zl ^, >&7l ^^.ELl- 0 .2>§SC 
5^- -g-<# 2*1 ^l^^ji, 0.1>SSCS. 5^- ^^cK 

<64> a o v 7 ] ^^.ol^^ i^flc>|eflol 5000(GSI ^S-Hi 3.1HH 50 tm$\ ^ € *H^S 

i^H*>5i4. ^°>\d 3-dCTPS. 5.3 DNA^r 565 nnHH i^JI, ^0}^ 5-dCTPS. 5*1 

=1 53 DNA^ 670 nnHH . 27fl£l ^ ^0}^ 3-dCTP, 5-dCTPS 5 

x)Q ^ i7fl^oil rcj-e} s^s}-^-^. 4*1 4 v 7l t^l^t i^<H^l 0 l 4000XL°lH 10 

m °\ a>o] SS . i^^cf. ol^.Jf Ei ^ TIFF ojcl^l sl-^^- ^H^eflol 4iHB^lH *\ 

^ 2.1(Quantarray software version 2.1)<$*\ ^^ji, «fl^^ *}^*ll?l >^£l 

<65> e ^ ^ ^w^^H^ n]^^7icHl^ mH^s}^ 5-^-ff-*i*KESM , early stage 

muscle)^ ^13^! ^ ^^7)ofl^ m^s}^ e^-fr^KASM, adult stage muscle)sf 

p]^^71 ^-n-^KESF, early stage fat)^ ^ «1 JH^St*}. "ESM-^-^l" % "ASM-^-ol" 
^*Rr a H ^^i\SXJL, "ESF-^-ol» S 2*11 M-E^S^t}-. 2Q7^2\ $-#7.}7} ESAH 

*] iLtHr ASlHH 5«fl 0 1# ^ M-^vfl^cf. £Etr, 187fl<2l -ft-*i*l-^ ESM°H*1 

ESF^H 5 Ml*l 10«fl ^-^-i: i^-Bl-ifl^cf. JE^, ASM^l^ ESHM 5 10*1] 

< 66 > Str, sfl^l^ £ s-ol§>7fl f^S)^ *>7l 57fl<2] ^fl-tr ^^°]-fV 
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&&ccs^a. aatactatgt ^ccatcatt gatgzcccag gpcacagegpi cttcatcaaa 
aacat^itta c^gcacatc cc^g^t^c tgtg^tgtcc t^ttgttgc tgctggtgtt 
ggt^atttg a^rtggtat ctoca^pac g£geagE>ccc gc^g^atg^ tcttctg^t 
tacaocctgg gtgt^aaca grt^ittgtt ggtgtcaaca aaatg^ittc cacq^gpca 
ccatac^tc s^^^ita c^g^aatc gttasg^Eg tc^zaccta catta^iaa 
attggctaca accctgacac ^t^^attt gtgocaattt ctggttg^a tggt^caac 
atg^tgg^c ca^tgztaa tatg^cttgg ttca^^t g^asgtcac cc^aag^it 
gg^sgtgoca gtggcaccac ^tg^tg^a gztttg^tt gtatcctace accaactcgt 
ccaact^ca ggsctctg^g actgcooctc cggg3.tgtct ataaaattgg sggcattggc 
actgtccctg tgggzc^gt gg^jct^t gttctcaaac ctgg^atggt ggttaccttt 
gctccs^tca atgtaacaac t^E^tcas^ tctgtt^aa tgcaccat^a ggrttt^pgt 

2) GFCgrowth factor) II gene 

gpt^d^t q^^^afcc ggtctafcctt aafccaaq^i ^ataq^^ cqg^aq^t: 
tg£gaacaq§; aqg^gbca tacggjtactt t^DGacaafcc ^qgtcactgg^^q^a 

ctttggtaaa ttcatcge^L tacacttqgg taccactesg aagcteK-lL ctgptgacat 
Q^aacatat cttct^E^^i ggbctq^gL ca^tttccqg; ctaaqgapqg; aaq^qopta 
ocacaLLLLL tatGcj^bca. tgjbctaacaa gegx^g ctcattg^aEi tgrtaclgpt 
caocacxaac cratat^pct aqgpcttqg): cqgpcaqg^^^dx^ctg temcgopat 
tgptgocaa g^glgi t^rxaGEp^i t-c^gtgpcatt gpaafccx^gg 

3) GFCgrowth factor)III gene 
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<72> 



gttgttcxtt taaatat^it gttg3Ga^aEi gztg^att^; q^ctcattg; cqgjtaatatt 60 

tcraatgkgp cacctacaqg qegeptactt caqgfcctttc ttad^tgt acacatgpqg 123 

gaqgtaattc qeragttcat t^tgtcx^g: qgtgt^^e: tcaq^aag- tgtcttgtgt 180 

ttacctgRRR at^Baaact ^Ecgecaaat pgg^tLLt^ aaaqgjtetm tgggpaEFna 2© 

aotgttg^aa tcctgjttttc tgS3gpatt gpttccateR ttattg^aac ccttg^t^c 3D 

cgtcatattc ctttg^t^ aocaatt^t cttcttaatg tqgzttfccat: ggrtg^qgpa 390 

aqepccatgp caa^tacctt taacqepepa ££%^alaaa^ qEpaaaataa atgf^paata 430 

acttcq^qg; aattctctaa q^tgtrt^t g^tS^S^te ct^cqgtxx: taataascat 4S0 

tcggteta33 asptqaEEtc ac^ragRRK OREs^ctaaa ^ppHctacaa ^ptett^sp 339 



<73> 



<74> 




4) GFCgrowth factor )IVgene 

tacetgEfea ^B^332toac^ IgSs aEer 



CO 
:K0 
SO 

3£> 
40 



<75> 



<76> 



5) GFCgrowth factor )V gene 

tatat^^ac cj^atcaqgL acactRRppc tgocaqg^a g^pGaaaa^ 
^^^gttat aBaat^^ra taqB^grs^ ^cacatraca tactoactac o^crg^ 
g^caactqgggptxrgp^a tagepcatoc tttoctggfcc gtc^atgttg; c^^rtgpgg 
ttatqg^zt gjcaaaqepc atacacacct taac^gpca^ ttattaq^t acatocaq^i 
ggBrtctggta oca333Ctaa t^t^gjqg^ tsjjqgrtta. ccctgrg^g 

tgttggtgpt ggptcxgjLcc taqgpttooc c^tgepqop qyptttttsc acaa^atogg: 
q^act^gac ao^tte^t s^g^gjtaqg: qgbctatggt q^q^rt^^^^o^x^ 
tgt^ppnqpr ttactacEtg tt^gttfccqg caaacaoact gxsata33c gtgttxrr±a 
ctxxaa^tet glxggtttica] 



60 
020 

oao 

2C 
330 
330 
420 
4S0 
307 
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<77> is. 1] 



ESM ^ ASM^l 




ESTs No. 


Accession 


Descr ipt ion** 






No. t 


|ESM(30)/ASM(90) 




SM2149 


CAB56598 


1 — aloha dvnein hpaw chain 


-2, 1 


SM781 


NP 033891 


19 kOa - i nt pr ar t i nc nrnfpin ^— 1 ikp 


+2 1 


cmc on 


dAd193o1 


Act in 


+3.4 


OlVl f LO 


AAAM ^Rfi 

/A/vrVO 1JOU 


Act i n 


TO . O 


SM106 


P53506 


Act in 


+8.8 


SM1068 


AAF20165 


Act in 


+5.3 


SM363 


B25819 


Act in 


+4.3 


SM768 


X52815 


Act in 


+3.4 


SMk77 


NM_001100 


Act in, alpha 1 


+15.1 


SM128 


NP_033740 


Act in, gamma 2 


+6.9 


SM902 


BC001748 


Annex in A2 


-3.2 


SM846 


P81287 


Annex in V 


1 -2.8 


SM653 


P04272 


Annex i n II 


-2.2 


SMk340 


U75316 


Beta-myosin heavy chain mRNA 


+3.0 


SM1605 


AAF99682 


Calpain large polypeptide L2 


+4.7 


SM541 


NP_000079 


Col lagen 


, -3.2 


SM71R 


1.47641 


Col laeen 


-6.8 
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1TO030083651 ^*>: 2004/1/13 



ESTs No. 


Accession 


Descr ipt ion** 






No. t 




ESM(30)/ASM(90) 




SM430 


Q9XSJ7 


Co 1 1 agen a 1 pha 1 


-6.8 


SM758 


CGHU1S 


Co 1 1 agen a 1 pha 1 


-2.1 


SM62 


CGHU2V 


Col lagen alpha 2 


-3.2 


SM949 


046392 


Col lagen alpha 2 


-3.3 


SM410 


CAA28454 


Col lagen( alpha V) 


-2.3 


SM1651 


XM_039583 


Discs, large(Drosophi la) homolog 5 


-2.0 


SM1050 


AAA30521 


Fibronect in 


-2.4 


SM491 


NM_005529 


Heparan sulfate proteoglycan 2 


-2.2 


SM1573 


XHL044160 


Lam in A/C 


+2.6 


SMk55 


NP_006462 


Myosin 


+3.9 


SMk338 


P79293 


Myosin heavy chain 


+2.0 


SMkl68 


AB025261 


Myosin heavy chain 


+9.0 




NP 004678 


Mvn 1 1 1K1 1 1 a r i n rplcifpH nrnfpin A. 

inyKJ L UUU 1 ell ill I C 1 d L Cvl JJIULCIII * 


• %J . o 


SM1691 


NP.000908 


Procol lagen-prol ine 


-2.3 


SM690 


NP_003109 


Secreted protein, acidic 


-4.4 


SMkl73 


X66274 


Tropomyosin 


+2.6 


SM141 


CAA38179 


Tropomyosin 


+2.7 


SMk51 


P18342 


Tropomyosin alpha chain 


+9.6 


SM1043 


P06469 


Tropomyosin alpha chain 


+11.5 


SMkl9 


P02587 


Troponin C 


+14.5 


SMk50 


Y00760 


Troponin-C 


+19.6 


SMk57 


AAA91854 


Troponin-C 


+14.6 


SM1535 


P02554 


Tubul in beta chain 


+2.8 




P9ni*9 


V i mdnt i n 


-R A 




SMk56 


AAA37210 


Aldolase A 


+5.5 


SM995 


CAA59331 


Carbonate dehydratase 


+3.2 


SMk344 


NM_012839 


Cytochrome C 


+3.4 


SM800 


AAG53955 


Cytochrome c oxidase subunit I 


+3.0 


SM51 


T10974 


Cytochrome-c oxidase 


+3.8 


SMklSl 


CAA06313 


Fructose-1 , 6-bi sphosphatase 


+7.1 


SM2070 


P00339 


L-lactate dehydrogenase M chain 


+12.7 


SMkl20 


AJ275968 


LIM domains 1 protein 


+8.6 


SMkl47 


X59418 


NADH dehydrogenase 


+2.4 


SH928 


079874 


NADH-ub i qu i none oxidoreductase 


+5.3 


SMkl8 


AAG28185 


chain 1 


+2.1 


SMk81 


019094 


NADH4L 


+3.2 


SM295 


AB006852 


Octanoyl transferase(COT) 


+2.6 


SMk346 


M97664 


Phosphoarginine phosphatase 


+5.5 


SM36 


TVMVRR 


Phosphoglucomutase isoform 2 mRNA 


+4.3 


SM887 


P11980 


Protein-tyrosine kinase 


+8.5 


SM698 


S64635 


Pyruvate kinase 


+9.7 


SM723 


P52480 


Pyruvate kinase 


+7.3 


SMk79 


U44751 


Pyruvate kinase 


+5.2 


SMkl35 


Z98820 


Pyruvate kinase 


+3.0 


SM1033 


XM.018138 


Sarcol ipin 


+2.9 


SMk347 


X99312 


Tyrosine phosphatase type IVA 

TTDP glnr.ngp pyrnphnQphnryl sqp 


+3.0 
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1T52D030083651 



#^ 2004/1/13 



ESTs No. 


Accession 


Description** 






No. t 




ESM(30)/ASM(90) 


-8- Si *!-/?!: *H! Htm 




U09823 


Elongation factor 1 alpha 


-4.3 


SM75 


AAH05660 


Elongation factor 1 alpha 1 


-3.9 


SM1989 


NP.031959 


Enolase 3 


+3.6 


SMk61 


Y00104 


Repetitive dna sequence element 


-2.5 


SM968 


AAC48501 


RPE-1 


+4.6 


SMk91 


NP_003083 


Ret iculum protein 


+3.1 


SM2083 


MHO 1127 


Ribonucleoprotein polypeptide B 


+2.0 


SM896 


AAH07512 


Ribosomal protein 


+2.1 


SM1668 


228176 


Ribosomal protein L18a 


+6.2 


SM1784 


AAA30799 


Ribosomal protein P0 


+6.0 


SM1801 


51077272 


Transfer RNA-Trp synthetase 


+3.5 


SM997 




Translation initiation factor eifl 








AJ002189 


Complete mitochondrial DNA 


+3.9 


SM464 


AF304203 


Mitochondrion 


+5.9 


SM732 


XM_006515 


Potassium channel 


-2.4 


SMkll 


BC007462 


Similar to creatine kinase 


+3.5 


SMkl87 










SM1067 


XP.007399 


Protease, cystein, 1 


+3.1 | 


n|^o) | 


SM1785 


AC015998 


AC015998 


+2.1 


SM2152 


BI327422 


AR078G01 iTHYEGOlS 


-4.0 


SM1469 


BG938561 


Cn26h08.xl 


-2.2 


SM908 


AAG28205 


COI 


+2.8 


SM851 


AAG28192 


CO I 


+3.6 


SM1738 


CAA19420 


DJ466P17.1.1(Laforin) 


+4.8 


SM1007 


AAD31021 


Foocen-m 


+3.8 


SM1920 


BE421626 


HWM012cA.l 


+3.3 


SM1972 


XP_039195 


Hypothetical protein 


+3.2 


SM1536 


T08758 


Hypothetical protein 


+4.7 


SMkl37 


XP_002275 


Hypothetical protein 


+20.0 


SM1724 


XP_0 16035 


Hypothetical protein 


-2.6 


SM1539 


AT001097 


Mandarina library 


-2.3 


SM1474 


BG384994 


MARC IP I 


+2.6 


SM1853 


BF198401 


MARC 2PIG 


+3.6 


SM1941 


BE925069 


MRl-AN0039-290800-004-a01 


+4.4 


SM379 


AW328623 


NIH_MGC_4 


+2.3 


SM1911 


BE872239 


NIH MGC 65 


-2.4 
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1020030083651 



#^ H*}: 2004/1/13 



ESTs No. 


Accession 


Description** 






No. t 




ESM(30)/ASM(90) 


*\^91 . | 


SM1676 


BG548727 


NIH_MGC_77 


+5.1 


SM1914 


BG534187 


NIHJ1GCJ77 


-2.3 


SM1650 


B I 337009 


Peripheral Blood Cell cDNA library 


+9.3 


SM1064 


BAB28119 


Putat ive 


+3.4 


SM618 


BAB28422 


Putat ive 


+2.1 


SM1774 


BAB30715 


Putat ive 


+3.2 


SM1690 


BF864360 


Reinhardtii CC-1690 


+2.2 


SM1898 


F23148 


Small intestine cDNA library 


-2.3 


SM96 


M17733 


Thymosin beta-4 mRNA 


-4.2 


SM1922 


AAH03026 


Unknown 


+4.0 


SM210 


BAA91923 


Unnamed protein product 


-3.1 


11*1 *M U^r ! 


SM107 




No match 




SM278 




No match 




SM384 




No match 




SMk37 




No match 




SM717 




No match 




SM1598 




No match 




SMk6 




No match 




SMk68 




No match 




SM1100 




No match 




SMk70 




No match 




SMk80 




No match 




SMkll2 




No match 




SM1639 




No match 




SMkl48 




No match 




SM1665 




No match 




SM1665 




No match 




SMk95 




No match 




SMkl33 




No match 




SMkl52 




No match 




SM1897 




No match 




SMkl38 




No match 




SM1902 




No match 




SMk342 




No match 




SMkl81 




No match 




SM904 




No match 




SMk262 




No match 




SM9 




No match 




SM1964 




No match 




— SMk335 — f 




No match 
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1TO030083651 #^ <H*>: 2004/1/13 

<8i> f : ^^1*}^ Accession no. 

<82> **: cHolEitiflol^fi}- <|]*]*}^ ^iL 

<83> No match: dHEi ^H^o]]^ EST 

<84> ESM: early stage muscleOflir 30 kg), ASM: adult stage muscle(*flir 90 kg) 

<85> SM: 5fl^l e^- 
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030083651 



^^>: 2004/1/13 



<86> [a 2] 



ESM gl ESF gjl*) ^5] -fr^^Vfl ^ 

Descr ipt ion** 



ESTs No. 



Accession No. 
t 



ESF(30)/ESM(30) 



SM2149 
SM781 
SM1068 
SM635 
SM106 
SM768 
SM363 
SM713 
SMk77 
SM128 
SM1091 
SM902 
SM846 
SM653 
SMk340 
SM1807 
SM541 
SM715 
SM1023 
SM758 
SM62 
SM949 
SM410 
SM1121 

SM53 
SM1651 
SM1050 
SM381 
SM122 
SM1573 
SMk55 
SMkl68 
SM1732 
SM690 
SM1043 
SMkl73 
SMkl9 
SMk57 
SMk50 
SM1535 
SM1063 
SM730 



CAB56598 
NP_033891 
AAF20165 
BAB19361 
P53506 
X52815 
B25819 
AAA51586 
NM_001100 
NP_03374O 

JC5971 
BC001748 
P81287 
P04272 
U75316 
AAF99682 
NP_000079 
L47641 
Q9XSJ7 
CGHU1S 
CGHU2V 
046392 
CAA28454 
ML000393 
NP.000384 
XM.039583 
AAA30521 
FNHU 
P07589 
XMJ)44160 
NP_006462 
AB025261 
NP_004678 
NP.003109 
P06469 
X66274 
P02587 
AAA91854 
Y00760 
P02554 
P20152 
CAA09Q19 



1-alpha dyne in heavy chain 
19 kDa-interact ing protein 3-1 ike 
Act in 
Act in 
Act in 
Act in 
Act in 
Act in 
Act in, alpha 1 
Act in, gamma 2 
Alpha-b crystal 1 in 
Annex in A2 
Annex in V 
Annex i n It 
Beta-myosin heavy chain mRNA 
Calpain large polypeptide L2 
Co 1 1 agen 
Co 1 1 agen 
Co 1 1 agen a 1 pha 1 
Col lagen alpha 1 
Col lagen alpha 2 
Co 1 1 agen a 1 pha 2 
Col lagen( alpha V) 
Collagen, type V, alpha 2 
Collagen, type V, alpha 2 
Discs, large(Drosophi la) homolog 5 
Fibronect in 
Fibronectin precursor 
Fibronect in(FN) 
Lam in A/C 
Myosin 
Myosin heavy chain 
Myotubularin related protein 4 
Secreted protein, acidic 
Tropomyosin alpha chain 
Tropomysin 
Troponin C 
Troponin-C 
Troponin-C 
Tubul in beta chain 
Viment in 

Viuieutin 



-2.1 
+2.2 
+4.5 
+2.6 
+4.9 
+2.4 
+3.7 
+5.6 
+4.5 
+3.9 
+2.1 
-4.2 
-3.5 
-2.3 
+2.2 
+2.7 
-4.9 
-5.2 
-4.6 
-4.3 
-4.4 
-3.2 
-2.3 
-2.8 
-2.5 
-8.6 
-3.1 
-2.6 
-2.5 
+2.1 
+3.6 
+5.0 
+4.7 
-5.2 
+8.6 
+2.2 
+6.9 
+7.1 
+9.0 
+3.3 
-5.1 
■ 3.2 
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1(^0030083651 



#^ 2004/1/13 



ESTs No. 


Accession No. 


Descr ipt ion** 






t 




ESF(30)/ESM(30) 


til 4 | 


SMk344 


NM.012839 


Cytochrome C 


+2.4 


SM800 


AAG53955 


Cytochrome c oxidase subunit I 


+2.9 


SMkl51 


CAA06313 


Fructose-l,6-bisphosphatase 


+4.2 


SMk254 


231300 


Glycogen Phosphor yl ase b 


+2.6 


SM2070 


P00339 


L-lactate dehydrogenase M chain 


+10.6 


SM928 


079874 


NADH-ubi qui none oxidoreductase chain 


+3.2 


SMk81 


019094 


1 


+3.9 


SM295 


AB006852 


Oct anoyl transferase (COT) 


+2.3 


SMk346 


M97664 


Phosphoarginine phosphatase 


+3.3 


SM36 


TVMVRR 


Phosphoglucomutase i so form 2 mRNA 


+2,6 


SM723 


P52480 


Protein-tyrosine kinase 


+7.5 


SM698 


S64635 


Pyruvate kinase 


+6.6 


SH887 


P11980 


Pyruvate kinase 


+6.3 


SM1594 


AAA62278 


Pyruvate kinase 


-3.2 


SM1033 


XM.018138 


Superoxide di smut ase 


+2.2 






Tyrosine phosphatase type IVA 






SM75 


U09823 


Elongation factor 1 alpha 


-3.7 


SM1989 


AAH05660 


Elongation factor 1 alpha 1 


-3.8 


SMkl20 


AJ275968 


LIM domains 1 protein 


+9.9 


SMk91 


AAC48501 


Reticulum protein 


+2.1 


SM2083 


NP_003083 


Ribonucleoprotein polypeptide B 


+3.2 


SM21 


NP_000994 


Ribosomal 


+2.2 


SM1784 


228176 


Ribosomal protein P0 


+5.5 


SM1820 


BCO 14277 


Tissue inhibitor of 


-2.6 


SM1801 


AAA30799 


metal loproteinase 3 


+5.7 


SM997 


51077272 


Transfer RNA-Trp synthetase 


+2.3 






Translation initiation factor eifl 






SM464 


AJ 002189 


Complete mitochondrial DNA 


+2.7 1 


^Shg- | 


| SMkl 


AAG52886 


Kel-like protein 23 


+4.6 | 




SM2152 


BI327422 


AR078G0 1 i THYEG0 IS 


-5.5 


SMk3 


AL13277 


Chromosome 14 DNA sequence 


+2.3 


SM908 


AAG28205 


C0I 


+2.2 


SM1738 


CAA19420 


DJ466P17.1.1(Laforin) 


+3.5 


SM1007 


AAD31021 


Foocen-m 


+3.0 


SM1724 


XP_0 16035 


Hypothetical protein 


-2.6 


SMkl37 


XP_002275 


Hypothetical protein 


+10.0 


SM1972 


XP_039195 


Hypothetical protein 


+2.8 


SM787 


AF192528 


Integrin beta-1 subunit 


+2.0 


SM1474 


BG384994 


MARC 1PI 


+2.8 


SM1676 


BG548727 


NIH_MGC_77 


+2.3 
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ift' 



030083651 ^^ 2004/1/13 



ESTs No. 


Accession No. 
t 


Descr ipt ion** 








ESF(30)/ESM(30) 




SM1650 


BI337009 


Peripheral Blood Cell cDNA library 


+7.3 


SM1774 


BAB30715 


Putative 


+5.1 


SM1064 


BAB28119 


Putat ive 


+3.0 


SM1690 


BF864360 


Reinhardtii CC-1690 


+2.5 


SM96 


M17733 


Thymosin beta-4 mRNA 


-3.9 


SM1922 


AAH03026 


Unknown 


+4.7 




SMk58 




No match 


+2.9 


SM717 




No match 


-4.4 


SMk6 




No match 


+2.4 


SMk68 




No match 


+3.2 


SMk80 




No match 


+4.3 


SMkll2 




No match 


+2.1 


SM1639 




No match 


-2.8 


SMkl48 




No match 


+2.9 


SM1665 




No match 


+9.8 


SMk95 




No match 


+2.1 


SMkl52 




No match 


+6.4 


SM1897 




No match 


+2.6 


SMkl38 




No match 


+3.1 


SM796 




No match 


-2.2 


SMk342 




No match 


+3.9 


SMkl81 




No match 


+4.4 


SM904 




No match 


-2.7 


SMk262 




No match 


+2.7 


SM9 




No match 


+2.9 


SM1964 




No match 


+2.6 


SMk335 




No match 


+3.8 



t : s^l^rfe accession no. 



<9i> No match: oflolEiriflol^ofl^ <^^^ $£.7} ^liftr EST 

<92 > ESM: early stage muscleC^l^ 30 kg), ESF: early stage fati^W 30 kg) 

<93> SM: 5fl^l e^- 
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1TO030083651 ^^ 2004/1/13 

A oM ^SJfEi, £ ^*Rr £ sM-S-^*} 3^ ^ 7l^^-§- cDNA ^ ol-g- 

*M Sfl^l^ ^ ^ ^ 2:*HH S^^tII M^S]^ -f^T,}^ ^ H^sfo^^ ^ 

^-i" °1-§^H Sfl^l ^7}°] ^ n^O^ ^Afl ^ y lJ3 7^. - o. 



<95> ^aHI 2: sfl*l <q ^ 7]^^^. 71 *fl*}- 

<96> a o v 7 ] ^ofl loijA^I cDNA ^, Cy5-dCTP 5E^r Cy3-dCTP^ ^aItJ s*!^ 

RNA°11 a) ^ cDNA, ^^^^H^Al^Efl ^ ^^E^^Al^Efl 0.5. o^o^ 5fl^-^-^7>^ 

<97> Aj- 7 | ^Al^l- Jf^crj ^ ^-o], j^o.^^ ^ * 7l^^-§- 

cDNA ^Hl ^-tb ^iLS, 51] e^- ^ ^l y o V ^^HH ^^5]^ 

^#5>7l ^*fl AV^^O,^ 4 s ^ ^ B5.W.7]- J13h£]c>| ol^ cDNA *fl^Kf 

S.^7} &t}. JEth ^- ^. 7l cDNA ^ o. ol-§-l5}a} sfl;^ ^^^^4 ^-^^ s. 

2=1 cDNA °l-§-*}<^ 5fl^ f-f^^ 3:^^ -fr^l- y] HI , -H-^7> «io] ^Afl j 0-^7}- 
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Hm)030083651 %^ <H*}: 2004/1/13 

^ "fl^ -H-g-tb 
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1TO030083651 #^ <^^>: 2004/1/13 

W- ^ A oM £117} JL^ 7l^# 3Lf-*Hr 5H^-fr^> ^ ^ cDNA ^ . 

13 ^H" 2] 

4 i*M 9X<>\*\, A oM Hsa^ a*l-fr*i*Hl tfl^ sfl^i e^- ^ *1« 0 V ^-efl^ 

44347fl^| ESTs (Express ion Sequence Tags)* S^-i- sfl^l-fr^r^l ^ ^ 7l 

-§- cDNA ^ . 
3] 

^ 1%H) 5U°H, a o > 71 HSJtiJM^ ^ 5^ 41^1 ^SiQ o]^^ ^-^^ a^l 

i-<£5|- e|b|}o} sfltil ^l<y(l-alpha dynein heavy chain), 19 kDa-^B^^ H 

Stfl^l 3(19 kDa-interacting protein 3-like), ^H(Actin), ^fl KActin alpha 1), <3 

^> 2(Actin gamma 2), o}^1a] A2(Annexin A2), «=>>^]^1 V(Annexin V), ^r^^l iKAnnexin 
H), HllEf-Dlo_Al ^]o] mRNA(Beta-myosin heavy chain mRNA) , £NI*! ^1 #e|^Er 0 l^- 

L2(Calpain large polypeptide L2), #Sr^l(Col lagen) , <£5|- KCollagen alpha 1), # 

^31 <£4 2(Collagen alpha 2), ^ V(Collagen alpha V), ^2f^ t\±.3L ^] 

5.12 5(Discs, large(Drosophila) homolog 5), ^ «.S^^(Fibronectin), H^lHH s 

2(Heparan sulfate proteoglycan 2), A/C(Lamin A/C), *1 .2.^] (Myosin) . c l 

o.a] Sflal *floi (Myosin heavy chain), *l.£.^l-e^ 4(Myotubular in related 

protein 4), HS.#ef^l-H*^l(Procol lagen-prol ine) , -tHg ^1 ^^iK Secreted protein 
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1TO030083651 #^ <£x}: 2004/1/13 

acidic), ^5.^*1.2.^1 (Tropomyosin) , HS-JE^lS.^ ^4 *(] SI (Tropomyosin alpha chain), H 
3.3.M (XTroponin C) , «M *fl<?l(Tubul in beta chain) ^ «1 ^^(Viment in)^- 2.^^ 

* ^'AS ^ Sfl^l-fr^sl ^ £ cDNA ^. 

4] 

l-eJ-°Ml A(Aldolase A), 7 r iUiHH r)f>}°}^^o}z\] (Carbonate dehydratase), A r 0 l£H# 
C(Cytochrome C) , A>o] Sa .# C ^l^Ml *i*--fr^ I (Cytochrome c oxidase subunit I ), a} 
°l£3-§- C ^•^>4°>>fl(Cytochrome-c oxidase), ^^£^^-1 ,6-^1 ^S.^s\-^-o\4 
(Fructose-l,6-bisphosphatase), L-^NMB 5_7im- 0 Ml M *fl <?](L-lactate 

dehydrogenase M chain), LIM 1 ^-^^(LIM domains 1 protein), NADH ^ *>°1 5.71M 

6>^1(NADH dehydrogenase), NADH--fr ti l ^1 ^l-E^l ^ Br°Ml 1( (NADH-ubi qui none 

oxidoreductase chain 1), NADH4L, ^^ic^H ig^B}-o|-^l(Octanoyltransferase, COT), 2.^ 
io]-s.7l\d i^2)-B]-o].^(Phosphoarginine phosphatase), X^i#^-^^f^oHl 2 
mRNA(Phosphoglucomutase isoform 2 mRNA) , uj-o].^] (Protein-tyrosine 

kinase), -Sl^iMHB. ?] u}o>^] (Pyruvate kinase), ^>#^^(Sarcol ipin) , E^a] X^BrEf°r*ll 

B}-<y IVA(Tyrosine phosphatase type IVA), UDP sH Si^ilieKMl (UDP 

glucose pyrophosphorylase) , ^B\3.^l\ i^i^Hf 0 }^ b(Glycogen phosphorylase b) 3l tt^ 
^fol^. r)^^o}*\} (Superoxide dismutase)^ itrthi- *Kr sfl^l-R-^l^ 

^ 71 ^-^-g- cDNA ^. 
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1TO030083651 #^ 2004/1/13 

[3^8" 5] 

^ l^oHl $1^^, #7l HStiS^El ^ 5£fe -fr^l*} ^ ^ ^£ 

^TlM^ s»e| l ^(Elongation factor 1 alpha), H^H^S ^ 1 
KElongation factor 1 alpha 1), ^l^^^^l 3(Enolase 3), e) e] e| tL DNA ^^^H 
RPE-KRepetitive dna sequence element RPE-1), il^l (Ret iculum protein), E]li^-t- 

efli^S.Bfl<y BCRibonucleoprotein polypeptide B) , ^^^(Ribosomal 

protein), L18a(Ribosomal protein L18a) , £]iL# P0(Ribosomal protein 

P0), B^3) RNA-Trp ^1^]e}o>^ (Transfer RNA-Trp synthetase), ^r^ti a] o]*} 
eifKTranslation initiation factor eifl), LTM S.^Q 1 ^^^(LIM domains 1 protein) ^ 
cfll-S.HS.El q-o>^l 30] 2:31 ^sfl^KTissue inhibitor of metal loproteinase 3)* H^-^h8: 
m}<L3. ^ sfl^-fr^r^ ^Afl oi cDNA ^. 

6] 

d1S€-=e]o> DNACComplete mitochondrial DNA), o^-sc E) ^(Mitochondrion) , 1^ 
^(Potassium channel) ^ Hefl°}f} 7lM-o>^] -ft-A}- -fr^KSimi lar to creatine kinase)^ 
i^-f-i: *Rr sfl*14r^7 r ^ ^ ^ cDNA ^. 

[^^J- 7] 

Eflo>^)l (Protease) ^ ^l^]*?] Kcystein 1)# Hf-^§- ^ sfl*l-Fr#7f°l ^ 

71^-^-g- cDNA ^. 
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1TO030083651 2004/1/13 
[^t 1 * 8] 

E^^l-2 <£3r *fl<?l( Inter leukin-2 receptor alpha chain), *S -fM} i£«fl;g 

23(Kel-like protein 23) ^ MHC #sfl^ I SLA -fr^l ^fl (MHC class I SLA genomic region) 
# S^"^ ^A^L ^ sM-fj-^r^ ^ah 7l^^-§- cDNA ^ . 
91 

1 5 6fl 7l7fl^ ^<?]7} I, II, III, IV ^ V^l <g7H^ S^-^g- ^^SLS. 

sfl^o.^^ ^Afl ^ 7l^g-*j-g- cDNA ^. 
10] 

1%^ cDNA ilf^-g- ^^SLsL ^ 71^-g-^-g- 7lB 

<110> KIM, Chulwook Gyeongsangnam-do <120> cDNA chip for screening 

specific genes and analyzing their function in swine <160> 5 <170> 

Kopatentln 1.71 <210> 1 <211> 660 <212> DNA <213> Kagoshima Berkshire < 
400> 1 gagaccagca aatactatgt gaccatcatt gatgccccag gacacagaga cttcatcaaa 
60 aacatgatta caggcacatc ccaggctgac tgtgctgtcc tgattgttgc tgctggtgtt 120 
ggtgaatttg aagctggtat ctccaagaac gggcagaccc gcgagcatgc tcttctggct 180 
tacaccctgg gtgtgaaaca gctgattgtt ggtgtcaaca aaatggattc caccgagcca 240 
ccatacagtc agaagagata cgaggaaatc gttaaggaag tcagcaccta cattaagaaa 300 
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attggctaca accctgacac agtagcattt gtgccaattt ctggttggaa tggtgacaac 360 
atgctggagc caagtgctaa tatgccttgg ttcaagggat ggaaagtcac ccgcaaagat 420 
ggcagtgcca gtggcaccac gctgctggaa gctttggatt gtatcctacc accaactcgt 480 
ccaactgaca agcctctgcg actgcccctc caggatgtct ataaaattgg aggcattggc 540 
actgtccctg tgggccgagt ggagactggt gttctcaaac ctggcatggt ggttaccttt 600 
gctccagtca atgtaacaac tgaagtcaag tctgttgaaa tgcaccatga agctttgagt 660 
660 <210> 2 <211> 530 <212> DNA <213> Kagoshima Berkshire <400> 2 
gctgactgat cgggagaatc agtctatctt aatcaccgga gaatccgggg caggaaagac 60 
tgtgaacacg aagcgtgtca tccagtactt tgccacaatc gccgtcactg gggagaagaa 120 
gaaggaggaa cctactcctg gcaaaatgca ggggactctg gaagatcaga tcatcagtgc 180 
caaccccctg ctcgaggcct ttggcaacgc caagaccgtg aggaacgaca actcctctcg 240 
ctttggtaaa ttcatcagga tccacttcgg taccactggg aagctggctt ctgctgacat 300 
cgaaacatat cttctagaga agtctagagt cactttccag ctaaaggcag aaagaagcta 360 
ccacattttt tatcagatca tgtctaacaa gaagccagag ctcattgaaa tgctcctgat 420 
caccaccaac ccatatgact acgccttcgt cagtcaaggg gagatcactg tccccagcat 480 
tgatgaccaa gaggagctga tggccacaga tagtgccatt gaaatcctgg 530 <210> 

3 <211> 539 <212> DNA <213> Kagoshima Berkshire <400> 3 gttgttcctt 
taaatatgat gttgccacaa gctgcattgg agactcattg cagtaatatt 60 tccaatgtgc 

cacctacaag agagatactt caagtctttc ttactgatgt acacatgaag 120 gaagtaattc 

agcagttcat tgatgtcctg agtgtagcag tcaagaaacg tgtcttgtgt 180 ttacctaggg 

atgaaaacct gacagcaaat gaagttttga aaacgtgtga taggaaagca 240 aatgttgcaa 
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tcctgttttc tgggggcatt gattccatgg ttattgcaac ccttgctgac 



300 cgtcatattc 



ctttagatga accaattgat cttcttaatg tagctttcat agctgaagaa 



360 aagaccatgc 



caactacctt taacagagaa gggaataaac agaaaaataa atgtgaaata 



420 ccttcagaag 



aattctctaa agatgttgct gctgctgctg ctgacagtcc taataaacat 



480 tcagtgtacc 



agatcgaatc acaggaaggg cgggactaaa ggaactacaa gctgttagc 



539 <210> 4 <211> 



419 <212> DNA <213> Kagoshima Berkshire <400> 4 catttatgag ggctacgcgc 



tgccgcacgc catcatgcgc ctggacctgg cgggccgcga 



60 tctcaccgac tacctgatga 



agatcctcac tgagcgtggc tactccttct gaccacagct 



120 gagcgcgaga tcgtgcgcga 



catcaaggag aagctgtgct acgtggccct ggacttcgag 



180 aacgagatgg cgacggccgc 



ctcctcctcc tccctggaaa agagctacga gctgccagac 



240 gggcaggtca tcaccatcgg 



caacgagcgc ttccgctgcc cggagacgct cttccagccc 



300 tccttcatcg gtatggagtc 



ggcgggcatt cacgagacca cctacaacag catcatgaag 



360 tgtgacatcg acatcaggaa 



ggacctgtat gccaacaacg tcatgtcggg gggcaccac 



419 <210> 5 <211> 507 <212> 



DNA <213> Kagoshima Berkshire <400> 5 tatatagaac cgaatcacgt acactgggcc 



tgaccaagca gggccaaaac aaggcaacct 



60 aggaggttat aaaataggta tacgcgcgct 



gacacataca tactcactac ccgaacgcgg 



120 ggacaactag ggctccgcca taagccatcc 



tttcctggtc gtcgatgttg cgggctgcag 



180 ttatagggct gccaaccgcc atacacacct 



taccagccac ttattaagtt acatccacga 



240 gggctctgta ccacccctaa gcagtggcag 



tggtagccgc tgcccgctta ccctgcgcag 



300 tgttggtgct agctccgtcc taagcttccc 



cgatagccgc cgctttttac acaccatcgg 



360 cggactagac accgttggtt gcagcgtaag 



cgtctatggt agcagctgcg gcgaccgccg 



420 tgtagccagc ttactacatg ttagtttcag 
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480 ctccaactct gtcggtttca gccgcag 



507 
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